. GO analysis of significantly regulated genes after 48 h of nitrate deprivation. The dataset was divided into up-and down-regulated genes and analyzed for process GO terms. The 15 most frequent GO terms were listed, and the rest were combined into "others". The number in the "others" section indicates the number of hits within this category. The total number of GO term hits is listed below the diagram. A Maximum likelihood (ML) tree was made based on a protein alignment of P. tricornutum FmdA-like amidases (shown in bold) with related amidases. Protein alignments were generated using Macaw 2.05 (NCBI) followed by manual refinement in GeneDoc 2.7.000 (Nicholas et al., 1999) . ClustalX software (Larkin et al., 2007) was used to create bootstrapped neighbor-joining (N-J) (Saitou and Nei, 1987) trees using the Gonnet 250 score matrix. Bootstrapping of the N-J tree was performed with 1000 bootstrap trials. A number of substitution matrices were evaluated and the best one selected. Maximum likelihood trees were created with the RAxML program (version 7.2.6) using the GAMMA model of rate heterogeneity and the BLOSUM62 substitution matrix (Stamatakis, 2006) . A total of 1000 non-parametric bootstrap inferences were executed. Trees were visualized using TreeViewX 0.5.0 (Page, 2002) and refined using Adobe Illustrator CS6. The overall topologies for the ML and Neighbour joining (NJ) trees are the same. Bootstrap confidence values above 50% are shown in the tree, ML (first value) and NJ (second value). 
